ABSTRACT We report here the complete genome sequence of Mesorhizobium sophorae ICMP 19535 T . This strain was isolated from Sophora microphylla root nodules and can nodulate and fix nitrogen with this host and also with Sophora prostrata, Sophora longicarinata, and Clianthus puniceus. The genome consists of 8.05 Mb.
rhizobia Mesorhizobium ciceri bv. biserrulae WSM1284 and Mesorhizobium loti NZP2037. Preliminary sequence analysis revealed that the ICMP 19535 T genome contains many key genes known to be associated with legume symbiosis. A number of clusters of nodulation genes (nod) were identified, and, interestingly, one cluster of nod genes is located on a genomic island that contains multiple nif genes, which are known to encode enzymes involved in nitrogen fixation. Moreover, a cluster of fix genes was discovered. Further analysis of the genome will lead to a better understanding of the strain's genomic mechanisms that regulate nodulation and nitrogen fixation associated with native New Zealand legume symbioses. Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under accession number NNRI00000000. The version described here is the first version, NNRI01000000.
